Presented here is the first completely assembled genome sequence of Kocuria palustris, an actinobacterial species with broad ecological distribution. The single, circular chromosome of K. palustris MU14/1 comprises 2,854,447 bp, has a G؉C content of 70.5%, and contains a deduced gene set of 2,521 coding sequences.
ence are associated with distinct mobile genetic element composition and variably present restriction-modification systems.
The genome sequence is the first to be completely assembled for the species, with the caveat that a complete genome exists for Microbacterium sp. KROCY2. Query of the 16S rRNA databases discloses 100% identity between those of this taxon and K. palustris TAGA27 T . Although the source of the inadvertent K. palustris MU14/1 inoculant is not known, the data set may be of use in future comparative studies to the genomes of isolates that elaborate the novel antibiotic kocurin (9) or that have been associated with keratitis of the human eye (4) .
Nucleotide sequence accession number. The complete genome sequence has been deposited at DDBJ/EMBL/GenBank under the accession no. CP012507.
